Pairing plants with plant growth-promoting bacteria is critical to the future of agriculture. Bradyrhizobium sp. strain USDA 3458 isolated from Vigna unguiculata (cowpea) paired with cowpea genotype IT82E-16 represents a novel combination in arid regions. Here, we report the draft genome sequence of strain USDA 3458.
. We removed the genome contamination using RefineM (genomic properties setting, version 0.0.25) (17) .
Prokka was used for annotation (version 1.13.3 with -rfam flag), which predicted 56 tRNAs, 1 transfer-messenger RNA (tmRNA), 37 noncoding RNAs (misc_RNA), 1 copy of a 5S-16S-23S operon, 0 CRISPRs, and 8,018 coding genes (18) .
We provide this high-quality draft genome sequence as a template for further metabolic engineering and synthetic biology applications, including plant growthpromoting symbiosis in vector-resistant crops.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number VIDV00000000. The version described in this paper is version VIDV01000000. Raw data, contigs, and annotations for this genome can be found at https://osf.io/7t4j8/. The code used to generate the assembly can be found at https://github.com/friesenlab/Bradyrhizobium_USDA3458.
